Library preparation and sequencing. Genomic DNA was subjected to sequencing library 7 2 preparation via the TrueSeq v2 protocol as previously described [11] . Paired-end sequencing 7 3 was performed on an Illumina HiSeq1500 and NextSeq500, respectively, resulting in 2x250 nt 7 4 and 2x154 nt read data sets. Pahang v2 reference genome sequence via BWA-MEM v0.7 [12] . GATK v3.8 [13, 14] was 7 8 deployed to identify small sequence variants based on this read mapping. The resulting variant 7 9 set was subjected to SnpEff [15] and NAVIP [16] to assign predictions about the functional 8 0 impact to all variants. Variants with disruptive effects were selected using a customized Python 8 1 script as described earlier [11] . The genome-wide distribution of small sequence variants was assessed for small nucleotide to remove low quality sequences and remaining adapter sequences. Different sets of trimmed 8 9 reads were subjected to SOAPdenovo2 for assembly using optimized parameters [18] .
0
Resulting assemblies were evaluated using previously described criteria [18] including BUSCO 9 1 v3 [19] and polished by removing potential contaminations and adapters as described before 9 2
[18]. The DH Pahang v2 assembly [5, 20] was used in the contamination detection process to high sequence similarity to non-plant sequences were removed as previously described [18] . Surviving contigs were sorted based on the DH Pahang v2 reference genome sequence and 9 6 joint into pseudochromosomes to facilitate downstream analyses. indicates that a substantial fraction of this chromosome has been duplicated. Apparently, read revealed long stretches of ambiguous bases as the cause for these low coverage regions. caused by large stretches of ambiguous bases in the Pahang assembly that cannot be covered 1 2 1 by reads. by two copies of the reference allele and one copy of a different allele or vice versa. Deviation 1 2 7 from the precise values can be explained by random fluctuation. Since the peak around 0.66 is 1 2 8 substantially higher than the peak around 0.33, it is possible that two haplophases are very 1 2 9 similar to the reference, while one haplophase is different. This hypothesis could be tested in a 1 3 0 high continuity phased assembly. Cavendish. Black vertical lines indicate 0.33, 0.5, and 0.66, respectively. homozygous species before [11, 21] . One explanation could be the presence of three alleles for De novo genome assembly. To facilitate wet lab applications like oligonucleotide design and 1 6 0 validation of amplicons, the genome sequence of Dwarf Cavendish was assembled de novo.
The assembly comprises 404,889 contigs with an N50 of 4.7 kb (Table 1) . Differences between 1 6 2 the three haplophases are one possible explanation for the low assembly contiguity. Since the 1 6 3 short reads are insufficient to resolve entire haplophases, the assembly size is only slightly annotation was omitted. We thank Joachim Weber for great technical assistance. revised the manuscript. All authors read and approved the final manuscript version.
1 7 8
